Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; R factor = 0.046; wR factor = 0.133; data-to-parameter ratio = 15.1.
Related literature
For the synthesis and pharmaceutical activity of enaminones, see: Kantevari et al. (2007) ; Ke et al. (2009) ; Omran et al. (1997) ; Eddington et al. (2003) . For a related structure, see: Deng et al. (2010) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Symmetry code: (i) Àx þ 1; y þ 1 2 ; Àz þ 3 2 .
Data collection: CrysAlis PRO (Oxford Diffraction, 2010); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) ; software used to prepare material for publication: PLATON (Spek, 2009 (Kantevari et al., 2007; Ke et al., 2009; Omran et al., 1997; Eddington et al., 2003) .
The molecular structure of the title compound (I) is shown in Fig.1 . The bond lengths and angles observed in (I) show normal values and are comparable with a related structure (Deng et al., 2010) . The dihedral angle between prop-2-en-1one group and the phenyl ring is 19.33 (6) °. Molecules in the unit cell are packed together to form one dimensional assembly along the b axis ( Fig.2 ) through intermolecular C6-H6B···O1 interactions ( Table 1) . The crystal structure is further stabilized by π-π interactions between the benzene ring (C7-C12) of the molecule at (x, y, z) and the benzene ring of an inversion related molecule at (-x, -y, -z)[centroid separation = 3.667 (1) Å, interplanar spacing = 3.535 Å and centroid shift = 0.97 Å].
In a 50 ml round bottom flask charged with 5 mmole of 4-methyl acetophenone and 5 mmole of dimethylformamide dimethyl acetal. Then 10 ml toulene was added and the reaction mixture was stirred for 3 h at 110°C. The reaction was monitored by TLC. After completion of reaction and cooling the reaction mixture was evaporated under vacuum. Finally, the product was isolated by column chromatography using ethyl acetate and n-hexane(2/8 vol. 
Refinement
All H atoms were positioned geometrically and were treated as riding on their parent C atoms, with C-H distances of 0.93-0.96 Å and with U iso (H) = 1.2U eq (C) or 1.5U eq (methyl C).
Computing details
Data collection: CrysAlis PRO (Oxford Diffraction, 2010); cell refinement: CrysAlis PRO (Oxford Diffraction, 2010); data reduction: CrysAlis PRO (Oxford Diffraction, 2010); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) ; software used to prepare material for publication: PLATON (Spek, 2009 Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (7) 0.0158 (7) −0.0018 (7) F1 0.0383 (7) 0.0777 (9) 0.1045 (10) 0.0076 (6) 0.0130 (7) 0.0085 (7) O1 0.0530 (9) 0.0379 (7) 0.1041 (12) 0.0033 (6) 0.0066 (8) 0.0109 (7) C1 0.0446 (10) 0.0361 (9) 0.0504 (10) 0.0021 (7) 0.0136 (8) 0.0031 (7) C2 0.0405 (10) 0.0367 (9) 0.0522 (10) 0.0028 (7) 0.0134 (8) 0.0008 (7) (14) 0.0076 (10) 0.0080 (10) 0.0013 (11) C8 0.0483 (10) 0.0364 (9) 0.0476 (10) −0.0037 (7) 0.0159 (8) 0.0032 (7) C9 0.0436 (10) 0.0489 (10) 0.0585 (11) −0.0102 (8) 0.0206 (9) −0.0012 (8) C10
0.0363 (9) 0.0504 (10) 0.0501 (10) 0.0031 (8) 0.0134 (8) −0.0041 (8) C11 0.0483 (10) 0.0382 (9) 0.0496 (10) 0.0068 (8) 0.0175 (8) 0.0034 (7) C12 0.0410 (9) 0.0368 (9) 0.0487 (9) −0.0023 (7) 0.0191 (8) 0.0013 (7) Geometric parameters (Å, º) 
